IDENTIFICATION

Species: Miscanthus sinensis
Locus: MisinT136900

Gene Model: MisinT136900.1.p
Description: McsEXPA-65
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213



https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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Legend:
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Query seq.
Superfanilies PLNO0183

-+ Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 14-257 1.41e-100
SEQUENCES

Peptide

>MCcsEXPA-65

MGKRFLHQLLAVVLALFVSPVRSGNWLPATATFYGGADGSDTMGGACGYSDLYEQ
GYGINNAALSTALFNDGASCGQCYVIICDSSKTGWCKPGNNWVVVSATNFCPPNWD
LPAGGELPAGGWCGPPRPHFDMSQPAWENLGIYTAGIIPVLYQRVKCWKSGGVRFTI
AGFNGFYRVLITNVAGSGSIQSMAMKGSNTDWIPMYRNWGANWHCLSGGLVGQGL
SFALVSTGGQNLVFKDVVPEWWQFGQTFTTYQNFDY*

CDS (coding sequence)
>McsEXPA-65

ATGGGCAAACGTTTCCTCCACCAACTGCTCGCAGTCGTCCTTGCACTCTTCGTCTC
GCCGGTGAGATCCGGCAACTGGCTTCCGGCCACCGCCACGTTCTACGGCGGCGCT
GATGGCTCTGACACAATGGGTGGCGCGTGCGGGTACAGCGATCTGTACGAGCAG
GGCTACGGCATCAACAACGCGGCGCTGAGCACGGCGCTCTTCAACGACGGTGCG
TCGTGCGGACAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCGGGTGGTGCA
AGCCCGGCAACAACTGGGTCGTCGTCTCCGCCACCAACTTCTGCCCGCCCAACTG
GGACCTCCCCGCCGGCGGGGAGCTCCCTGCCGGCGGATGGTGLCGGLLCCGLCCCGL
CCACACTTTGACATGTCCCAGCCCGCCTGGGAGAACCTCGGCATCTACACCGCCG
GCATCATCCCCGTCCTCTACCAGCGGGTCAAGTGCTGGAAGAGCGGCGGLCGTGLG
ATTCACCATCGCCGGCTTCAACGGCTTCTACAGGGTGCTCATCACCAACGTCGCC
GGCAGCGGCTCCATCCAGAGCATGGCGATGAAGGGCAGCAACACGGACTGGATC
CCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCG
GCCAGGGCCTCAGCTTCGCGCTCGTCTCCACCGGCGGCCAGAACCTCGTCTTCAA
GGACGTCGTGCCGGAGTGGTGGCAGTTCGGACAAACCTTCACCACCTACCAGAAT
TTCGACTACTAA

Nucleotide
>MCcsEXPA-65

ATGGGCAAACGTTTCCTCCACCAACTGCTCGCAGTCGTCCTTGCACTCTTCGTCTC
GCCGGTGAGATCCGGCAACTGGCTTCCGGCCACCGCCACGTTCTACGGCGGCGCT
GATGGCTCTGACACAATGGGTGGGTAACCTATAGCTACCTTTGTCTTTCGTTGGGT
CATGGGTGTGCAGACTTTGATCTGATCAACGAGCACGTACGTATGCAGGTGGCGC
GTGCGGGTACAGCGATCTGTACGAGCAGGGCTACGGCATCAACAACGCGGCGCT



GAGCACGGCGCTCTTCAACGACGGTGCGTCGTGCGGACAGTGCTACGTCATCATC
TGCGACAGCAGCAAGACCGGGTGGTGCAAGCCCGGCAACAACTGGGTCGTCGTC
TCCGCCACCAACTTCTGCCCGCCCAACTGGGACCTCCCCGCCGGCGGGGAGCTCC
CTGCCGGCGGATGGTGCGGCCCGCCCCGCCCACACTTTGACATGTCCCAGCCCGC
CTGGGAGAACCTCGGCATCTACACCGCCGGCATCATCCCCGTCCTCTACCAGCGG
GTCAAGTGCTGGAAGAGCGGCGGCGTGCGATTCACCATCGCCGGCTTCAACGGCT
TCTACAGGGTGCTCATCACCAACGTCGCCGGCAGCGGCTCCATCCAGAGCATGGC
GATGAAGGGCAGCAACACGGACTGGATCCCCATGTACAGGAACTGGGGCGCCAA
CTGGCACTGCCTCTCCGGCGGGCTCGTCGGCCAGGGCCTCAGCTTCGCGCTCGTC
TCCACCGGCGGCCAGAACCTCGTCTTCAAGGACGTCGTGCCGGAGTGGTGGCAGT
TCGGACAAACCTTCACCACCTACCAGAATTTCGACTACTAA





